3.48E-04 6.94E-03 down GO:0005891 voltage-gated calcium channel complex 1.04E-03 7.77E-03 down GO:0030175 filopodium 1.06E-03 7.79E-03 down GO:0060359 response to ammonium ion 4.33E-04 7.95E-03 down GO:0031012 extracellular matrix 1.12E-03 8.07E-03 down GO:0021510 spinal cord development 4.86E-04 8.69E-03 down GO:0034405 response to fluid shear stress 5.63E-04 9.68E-03 down GO:0070372 regulation of ERK1 and ERK2 cascade 5.86E-04 1.00E-02 down GO:0005158 insulin receptor binding 6.49E-04 1.15E-02 down GO:0030029 actin filament-based process 7.26E-04 1.16E-02 down GO:0004714 transmembrane receptor protein tyrosine kinase activity 7.88E-04 1.27E-02 down rno04340
Hedgehog signaling pathway 2.13E-04 1.37E-02 down GO:0060021 palate development 9.84E-04 1.42E-02 down GO:0031418 L-ascorbic acid binding 9.75E-04 1.54E-02 down GO:0005089 Rho guanyl-nucleotide exchange factor activity 1.02E-03 1.58E-02 down GO:0019838 growth factor binding 1.07E-03 1.61E-02 down GO:0048863 stem cell differentiation 1.17E-03 1.62E-02 down GO:0044087 regulation of cellular component biogenesis 1. Table S3 . GO terms enriched with PPFP peaks. Peaks were associated with the gene with the nearest transcription start site.
Geneset.ID Description q-value GO:0030099 myeloid cell differentiation 2.84E-06 GO:0002520 immune system development 6.87E-06 GO:0008289 lipid binding 2.18E-05 GO:0030097 hemopoiesis 2.20E-05 GO:0048534 hemopoietic or lymphoid organ development 4.52E-05 GO:0030218 erythrocyte differentiation 7.08E-05 GO:0000122 negative regulation of transcription from RNA polymerase II promoter 2.18E-04 GO:0009968 negative regulation of signal transduction 3.08E-04 GO:0001932 regulation of protein phosphorylation 3.19E-04 GO:0034101 erythrocyte homeostasis 3.27E-04 GO:0032270 positive regulation of cellular protein metabolic process 3.45E-04 GO:0007167 enzyme linked receptor protein signaling pathway 3.50E-04 GO:0044255 cellular lipid metabolic process 3.52E-04 GO:0045637 regulation of myeloid cell differentiation 4.43E-04 GO:0032787 monocarboxylic acid metabolic process 5.18E-04 GO:0045597 positive regulation of cell differentiation 5.42E-04 GO:0016627 oxidoreductase activity, acting on the CH-CH group of donors 6.02E-04 GO:0031401 positive regulation of protein modification process 6.37E-04 GO:0010648 negative regulation of cell communication 6.59E-04 GO:0022603 regulation of anatomical structure morphogenesis 7.16E-04 GO:0005543 phospholipid binding 7.23E-04 GO:0044429 mitochondrial part 8.30E-04 GO:0055114 oxidation-reduction process 1.09E-03 GO:0050730 regulation of peptidyl-tyrosine phosphorylation 1.21E-03 GO:0010876 lipid localization 1.34E-03 GO:0042803 protein homodimerization activity 1.38E-03 GO:0023057 negative regulation of signaling 1.40E-03 GO:0002521 leukocyte differentiation 1.44E-03 GO:0019901 protein kinase binding 2.14E-03 GO:0016054 organic acid catabolic process 2.62E-03 GO:0019900 kinase binding 2.91E-03 GO:0002573 myeloid leukocyte differentiation 3.77E-03 GO:0044282 small molecule catabolic process 4.24E-03 GO:0043069 negative regulation of programmed cell death 4.63E-03 GO:0030334 regulation of cell migration 4.63E-03 GO:0050731 positive regulation of peptidyl-tyrosine phosphorylation 4.72E-03 GO:0043066 negative regulation of apoptotic process 4.79E-03 GO:0045639 positive regulation of myeloid cell differentiation 5.83E-03 GO:0006091 generation of precursor metabolites and energy 6.33E-03 GO:0001934 positive regulation of protein phosphorylation 6.45E-03 GO:0006631 fatty acid metabolic process 6.68E-03 GO:0060548 negative regulation of cell death 6.94E-03 GO:0045017 glycerolipid biosynthetic process 7.68E-03 GO:0051091 positive regulation of sequence-specific DNA binding transcription factor activity 7.70E-03 GO:0010608 posttranscriptional regulation of gene expression 7.93E-03 GO:0022900 electron transport chain 7.93E-03 GO:0018108 peptidyl-tyrosine phosphorylation 8.12E-03 GO:0000302 response to reactive oxygen species 8.37E-03 GO:0005811 lipid particle 8.77E-03 GO:0008610 lipid biosynthetic process 8.85E-03 GO:0022604 regulation of cell morphogenesis 8.85E-03 GO:0006869 lipid transport 8.88E-03 GO:0071495 cellular response to endogenous stimulus 8.93E-03 GO:0010627 regulation of intracellular protein kinase cascade 9.00E-03 GO:0006979 response to oxidative stress 1.00E-02 GO:0000082 G1/S transition of mitotic cell cycle 1.01E-02 GO:0071702 organic substance transport 1.01E-02 GO:2000145 regulation of cell motility 1.04E-02
